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AMENDMENTS TO THE CLAIMS 
1 (Currently Amended) A method for identifying and/or quantifying an organism 
or part of an organism by a dotocting ito nuclootido Goqucnco among at loact 1 othor homologous 
Kt^^f^m^ in a sample by detecting a nucleotide sequence characteri stic of said organism, 
wherein said nucleotide sequence is homnlopous to at least 4 other nucl eotide sequences 
from other organisms comprising: 

a. extracting original nuclootido soquonces from th e organism; 
br-amplifying or copying with a uniquo pair of primoro, at least part of original 
said nucleotide sequences into target nucleotide sequences to bo dotocted using primer 
pairs which are capable of amplifying at least two of said homologous nucleotide 
sequences from other organisms ; 

0. labolling said targot nucl e otido ooqu e nces; 

4, contacting said amplified or copied putting into contact tho labollod target 
nucleotide sequences with single^stranded capture nucleotide sequences , said single- 
stranded capture nucleot ide seq uences being bound by a single prodotomiinod Unit in 
an array to an insoluble solid support , proforably a non porous via a spacer which is at 
least 6.8 nm in length, wherein said arrav comprises at least 4 different bound 
single-stranded capture nucleotide seq uences/cm' of solid support^ surface and 
wherein said capture nucleotide sequences comprise a nucleotide sequence of about 
10 to about 60 bases which is able to specifically bind to said target nucleotide 
se quence without binding to said at least 4 homologou s nucleotide sequences; and 

0. discriminating tho binding of a target nuclootido Goquonce detecting specific-ef 
an organism or part of it by dotocting, quantifying and/or recording a signal resulting 
frewv-a-hybridization by complementary base pairing bot' . voon tho oL^aid target 
nucleotide sequence to said and its corresponding c apture nucleotide sequencesT 
v . 'horoin said capture nuclootido ooquonco being bound to tho insoluble solid support at a spocific 
location according to an array, said arra>^ having a density of at least 1 different bound single 
strand e d capture nucleotide sequoncos/cm2 of solid support surface and 

whoroin tho binding betv . -eon tho targot nucleotide sequonco and ito corrooponding capture 
nucleotide sequence fomis results in said signal at tho OKpectod location, tho dotection of a single 
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Gignal allowing a diocrimination of tho targot nuclootido coquonco Gpocific of an organiom or part 
of it from homologouG nuclootido aoqu e nc es. 

2. (Currently amended) The method according to claim 1, wherein the amplified 
homologouo original nucleotide sequence is a DNA nucleotide sequence. 

3. (Canceled) 

4. (Currently amended) The method according to claim 1, wherein the amplified 
homologous original nucleotide sequences are mRNA first rotrotranGcribed reverse transcribed 
into cDNA V. ith tho Game primer pair and then a m plified using said primer pair which is 
capable of amplifying at least two of said homolo gous mRNA in said sample. 

5-7. (Canceled) 

8. (Currently amended) The method according to the claim 7-1, wherein said 
G paccr ic a capture nucleotide sequences comprise a nucleotide sequence of between about 
15 and about 40 bases which is able to specifically hind to said target nucleotide sequence 
without binding to said at least 4 homologous nucle o tide sequences from other organisms . 

9. (Currently amended) The method according to claim 1, wherein the density of 
the capture nucleotide sequence bound to the surface at a specific location is ouporior to more 
than about 10 fmoles and proforably 100 fmoles per cm' of solid support surface. 

10. (Currently amended) The method according to claim 1, wherein the target 
nucleofide sequenc e to bo dotocted presents afi-a homology with other homologous nucleotide 
sequences higher than 30% , proforably higher than 60%, moro proforably higher than ^0% . 

1 1 . (Canceled) 

12. (Currently amended) The method according to claim 1, charactoriGod in that 
wherein other primers are present-in the amplification step for the amplification of ether another 
nucleofide Goquonceo sequence , ouch ao an antibiotic rooiotanoe dotonnining ooquence . 

13. (Currently amended) The method according to claim 1, oharaotorioed in that 
wherein the insoluble solid support is selected from the group consisting of: glasses, electronic 
devices, silicon supports, plastic supports, compact discs, filters, filters, gel layers, and metallic 
supports and a mixture ther e of 

14. (Currently amended) The method according to claim 1, wherein the original 
nucleotide r.oquonceG sequence to be deteeted- identified and/or be-quantified are ij_an RNA 



Appl. No. 
Filed 



09/817,014 
March 23, 2001 



6eq«eRees^efluenc^submitted to a lotro tranocription reverse transcription of the Us 3' or 5' 
end by using a_consensus primer and poDoibly a stopper soquonce . 

15. (Currently amended) The method according to claim 1, wherein the original 
nucleotide ooquonceG sequence to be identified and/or quantified in a . ampl o. arc FomA ffln o t ir 
ooquonces are from the FemA gene of Staphylococci species selected from the group consisting 
of: S. aureus, S. epidennidis, S. saprophyticus, S. hominis aft4/ef-and S. haemolyttcus. 

16. (Currently amended) The method according to claim L wherein the solid 
support also_bears capture nucleotide sequences specific of the homologous sequences specific 
for the binding with the homologous target nucleotide sequence together with a consensus 
sequence nhle to hind to said target nucle otide sequence and to said at least 4 homologous 
nucleotide sequences for a common dotoction . 

17. (Original) The method according to claim 1, wherein the solid support bears 
capture nucleotide sequences specific for the identification of two or more staphylococcus 
species together with a consensus sequence for a Staphylococcus genus identification. 

18. (Currently amended) The method according to claim 1, wherein the efigiftal 
sequence to be identified and/or quantified in the sample belongs to the MAGE gene family. 

19. (Currently amended) The method according to claim 1, wherein the original 
sequence to be identified and/or quantified in the sample belongs to the HLA-A genes family. 

20. (Currently amended) The method according to claim 1, wherein the original 
sequence to be identified and/or qualified in the sample belongs to the dopamine receptors 
coupled to the protein G genes family. 

21. (Currently amended) The method according to claim 1, wherein the original 
sequence to be identified and/or quantified in the sample belongs to the choline receptors coupled 

to the protein G genes family. 

22. (Currently amended) The method according to claim 1, wherein the original 
sequence to be detected and/or quantified in the sample belongs to the histamine receptors 

coupled to the protein G genes family. 

23. (Currently amended) The method according to claim 1, wherein the original 
sequence to be detected and/or quantified in the sample belongs to the cytochrome p450 forms 
family. 
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24-37. (Withdrawn). 

38. (Currently amended) The method of Claim 1 , wherein said nucleotide sequence 
tn he identified and/or quantified originates from orqaniGm is a microorganism. 

39. (Canceled) 

40. (New) The method according to claim 1, wherein the density of the capture 
nucleotide sequence bound to the surface at a specific location is more than about 100 fmoles per 

cm' of solid support surface. 

41. (New) The method according to claim 1, wherein the target nucleotide sequence 
presents a homology with other homologous nucleotide sequences higher than 60%. 

42. (New) The method according to claim 1, wherein the target nucleotide sequence 
presents a homology with other homologous nucleotide sequences higher than 80%. 

43. (New) The method according to claim 1, wherein the spacer is a non-specific 
nucleotide sequence of at least 20 nucleotides. 

44. (New) The method of Claim 12, wherein said other nucleotide sequence is an 

antibiotic resistance determining sequence. 

45. (New) The method of Claim 1, wherein said organism is identified or quantitated 
by detecting a single spot signal at one specific location on said insoluble solid support. 



